Peritoneal -Mf
WT and Cuedc2 -/-mice were subjected to oral administration of 2.5% DSS for 6 days, followed by regular drinking water for 3 days.
(A-B) Rectal bleedingscore (A) and stool consistency scores (B) were scored daily,
Cuedc2
-/-mice (n = 11) and WT mice (n = 12), data represent means ± SEM.
(C) Colon length of WT and Cuedc2 -/-mice, untreated (left panel) and DSS treated (right panel).
(D) 9 days after DSS administration, colon tissues from WT and Cuedc2 -/-mice were obtained and subjected to qPCR analysis for mRNA levels of IL-6, TNFa and IL-1b.
Date represent three independent experiments, error bars, SEM.
(E) Schematic overview of macrophage transplantation regimen. 
Generation of Cuedc2 -/-Mice
The targeting construct was designed to flank Cuedc2 exon 2-9 (2.76 kb fragment) with loxP sites. The long homology arm of 5.14 kb DNA fragment 5' to exon 2 of Cuedc2 and the short homology arm of 2.05 kb fragment 3' to exon 9 were sub-cloned into a targeting vector. A loxP site was inserted 5' to exon 2 and a loxP/FRT-flanked neomycin (neo) resistance cassette was inserted 3' to exon 9. 10 g of the targeting constructs were linearized by NotI and then transfected by electroporation to BA1 (C57BL/6 x 129/SvEv) hybrid embryonic stem cells. After selection with G418 antibiotics, surviving clones were expanded for PCR and Southern blot analysis to identify recombinant ES clones. Positive clones were microinjected into C57BL/6 blastocysts and transferred into CD-1 foster mothers. The resulting male chimeras were mated with wild-type C57BL/6 females to test for germline transmission.
F1 agouti mice were genotyped by PCR, and the mice with 
Cuedc2
-/-alleles, respectively.
Flow Cytometry
Cells were washed in ice-cold flow-cytometry buffer (0.5% BSA and 2 mM EDTA in PBS, pH 7.2), and incubated with each antibody for 30 minutes followed by washing with flow-cytometry buffer. Data were acquired on a FACSArial II flow cytometer and analyzed with CellQuest Pro (BD Biosciences).
